Protein of unknown function Open reading frames the transcripts of which were induced at least twofold in the WT BY4741 strain after caspofungin treatment (15 ng/ml 2h) and their corresponding expression ratios (+/-drug) in the slt2 Δ, rlm1 Δ, and msn2/4 Δ mutant strains under the same conditions are shown. The column labeled WT AMC includes gene expression data from microarray experiments corresponding to wildtype cells grown in the presence or absence of aminocandin (15 ng/ml 2h). The column labeled CR-ZY includes, labeled with a black dot, the genes that were expressed in response to Congo red (CR) or/and zymolyase (ZY) treatment, as previously described 1,2 . Functional groups and description were assigned based on the information provided by the Saccharomyces Genome Database (SGD). Genes were grouped together on the basis of their dependence on activation by CAS on the Slt2 MAPK (Slt2-dependent genes highlighted in gray). Those genes dependent on Rlm1 or Msn2/4 for activation by CAS are labeled with a black dot. The table includes the complete data set from the microarray experiments (see text for details) of genes showing significant upregulation of expression (ratio +/-drug ≥ 2) in the presence of aminocandin (AMC) in the wild type strain. Microarrays expression data corresponding to caspofungin (CAS) treatment for the AMC upregulated genes is also included. The genes that were also induced by CAS are highlighted in bold. Functional groups and description were assigned based on the information contained in the Saccharomyces Genome Database (SGD). Blank boxes denote missing values.
